ABSTRACT Pseudomonas aeruginosa ATCC 9027 was isolated in 1943 from a case of otitis externa and is commonly employed as a quality control strain for sterility, assessment of antibiofilm agents, and in vitro study of wound infection. Here, we present the 6.34-Mb draft genome sequence and highlight some pertinent genes that are associated with virulence. P seudomonas aeruginosa ATCC 9027 was originally isolated from a case of otitis externa and is used as a quality control organism (https://www.lgcstandards-atcc .org/Products/Cells_and_Microorganisms/Bacteria.aspx). Despite its origin as a skin pathogen, this strain has been regarded as avirulent and has been utilized to produce rhamnolipid surfactants (1, 2). Nonetheless, P. aeruginosa ATCC 9027 has been used extensively to study wound infection in vitro, because it is an excellent biofilm former (3). P. aeruginosa ATCC 9027 is closely related to PA7, a taxonomic outlier which exhibits numerous multidrug resistance mechanisms (4). PA7 lacks several factors associated with virulence, including a 36-gene cluster encoding the type III secretory system (5).
Accession number(s).
This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number PDLX00000000. The version described in this paper is version PDLX01000000. Unassembled reads are also available from the NCBI Sequence Read Archive (SRA) under the accession number SRP120030.
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